
logo

MFSAVTEDGQM
VFHL ILGARQQRNREQKQLKQRRTRFFCPVCAGEGELADVKLGLSQKAPHFAHKQNKSCATIDI EPESAYHLEGKRQLYVWLK

NTDB id 291948 DIC78 RS03805 WP 106020543.1 MFSAVTEDGQVFHLIGRQRREQLKQTRFFCPVCAEELDVKLGSQKAPHFAHKQNKSCTIDIEPESAYHLEGKRQLYVWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus ***********!!!*! ! !! !!!!!!!* !! !!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!
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VKEGDHMTLAVEYQCATI
LAPDVFQKRTAEGFKQAEGI

L IPQWI LMGGYSRLKRTASSSFYQLSATF
NTDB id 291948 DIC78 RS03805 WP 106020543.1 TQKASPLLEPYVKEIKQRPDILAKVKGDTLAVEYQCATLAPDVFQKRTAGFKQAGLIPQWILGGSRLKRTSSSFYQLSAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !!*!!!*!!!!** ! !!!!**!**! * !!!!!!!!!*!!!!!!!!! !!!! !*!!!!!*! !!!!!! !!!!!!! !

logo HWQF INASPNYRSDEL ILCYCPERTHRSFLRLSHR I
MIPFYTNTHFSYCSSVQTIP IHRQRAAGAEGDLFCFTEPDKPSSFIKQHYSDGWTGKAIHLRFRHRKPTH

NTDB id 291948 DIC78 RS03805 WP 106020543.1 HWQFINASPNSDLLCYCPETHSFLRLSRMIPFYTTHFYCSVQTIPIRQAAAEDLFCTEPDSSFKHSDWTGAILRFRRKTH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!!!!! *!*!!!!! *!!!!!!**!!!!! ! !*!!!!!!!* !*! !!!*!!! *! *! !! !!*!!!*!*!

logo RFLNSKDEMTNRI
LRLLFYEKRQTPFLSFLPTEVFVPVKRKGAVFKSPVFVWQGFYLYLF IMTDLGGYKHRAP IRFSAVLQHQCKI

LHIHKNK
NTDB id 291948 DIC78 RS03805 WP 106020543.1 RFLSKDMNRIRLLFYEKRQTPLSFLPTEVFVPVKKGAVFKSPVFVWQGYLYLFITDLGYKHAPIRFSAVLQHCKIHIHKK 320
NTDB id 123 BSU 11530 NP 389035.1 RFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLHIHNK 310
consensus !! !!* !!*!!!!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!*!!!! !*!!!!!!!!!!*!!*!!! !

logo NIALLRGSEVCYRSDEEQCDFL ISEAVKQYIDEFLCKKGFLRETQKEVYVLNQPAGKGR I
S
H
QSLMQDL I EKRDRSCF I E

NTDB id 291948 DIC78 RS03805 WP 106020543.1 NILLRGVYRDQDFIEAVKQYIEFLCKKGFLRETQKEVYVLNQPAKRSQSLQDLIEKDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !! !! * * * !!!!!!!*!!!!!!!!!!!!!!!!!!!!!! *!*!!!!!*!!!!!!!
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